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Abstract
Kleefstra syndrome, caused by haploinsufficiency of euchromatin histone methyltransferase
1 (EHMT1), is characterized by intellectual disability (ID), autism spectrum disorder (ASD),
characteristic facial dysmorphisms, and other variable clinical features. In addition to EHMT1
mutations, de novo variants were reported in four additional genes (MBD5, SMARCB1,
NR1I3, and KMT2C), in single individuals with clinical characteristics overlapping Kleefstra
syndrome. Here, we present a novel cohort of five patients with de novo loss of function muta-
tions affecting the histone methyltransferase KMT2C. Our clinical data delineates the KMT2C
phenotypic spectrum and reinforces the phenotypic overlap with Kleefstra syndrome and
other related ID disorders. To elucidate the common molecular basis of the neuropathology
associated with mutations in KMT2C and EHMT1, we characterized the role of the Drosophila
KMT2C ortholog, trithorax related (trr), in the nervous system. Similar to the Drosophila
EHMT1 ortholog, G9a, trr is required in the mushroom body for short term memory. Trr ChIP-
seq identified 3371 binding sites, mainly in the promoter of genes involved in neuronal pro-
cesses. Transcriptional profiling of pan-neuronal trr knockdown and G9a null mutant fly heads
identified 613 and 1123 misregulated genes, respectively. These gene sets show a significant
overlap and are associated with nearly identical gene ontology enrichments. The majority of
the observed biological convergence is derived from predicted indirect target genes. However,
trr and G9a also have common direct targets, including the Drosophila ortholog of Arc (Arc1),
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a key regulator of synaptic plasticity. Our data highlight the clinical and molecular convergence
between the KMT2 and EHMT protein families, which may contribute to a molecular network
underlying a larger group of ID/ASD-related disorders.
Author summary
Neurodevelopmental disorders (NDDs) like intellectual disability (ID) and autism spectrum
disorder (ASD) present an enormous challenge to affected individuals, their families, and
society. Understanding the mechanisms underlying NDDs may lead to the development of
targeted therapeutics, but this is complicated by the great clinical and genetic heterogeneity
seen in patients. Mutations in hundreds of genes have been implicated in NDDs, giving rise
to diverse clinical presentations. However, evidence suggests that many of these genes lie in
common biological pathways, and mutations in genes that are involved in similar biological
functions give rise to more similar clinical phenotypes. Here, we define a novel ID disorder
with comorbid ASD (ID/ASD) caused by mutations in KMT2C. This disorder is defined by
clinical features that overlap with a group of other disorders, including Kleefstra syndrome,
which is caused by EHMT1mutations. In the fruit fly, we show that the KMT2 and EHMT
protein families regulate a highly converging set of biological processes. Both EHMT1 and
KMT2C encode histone methyltransferases, which regulate gene transcription by modifying
chromatin structure. Further understanding of the common gene regulatory networks asso-
ciated with this group of ID- and ASD-related disorders may lead to the identification of
novel therapeutic targets.
Introduction
Kleefstra syndrome (OMIM #610253) is a neurodevelopmental disorder that is caused by hap-
loinsufficiency of EHMT1 [1, 2]. EHMT1 encodes a histone methyltransferase that regulates
gene expression through modification of chromatin structure and through interactions with
other transcription factors [2–4]. The core phenotype of Kleefstra syndrome is characterized
by intellectual disability (ID), childhood hypotonia, and distinctive facial characteristics.
Autism spectrum disorder (ASD) and other behavioural problems such as sleep disturbances
and feeding difficulties are also frequently observed [5, 6]. Kleefstra syndrome shares consider-
able phenotypic overlap with several other disorders characterized by ID, ASD, behavioural
problems, and hypotonia [7, 8]. These disorders include Pitt-Hopkins syndrome, Smith-
Magenis syndrome, Rett syndrome, MBD5 deletion/duplication, and Angelman syndrome.
We have collected a cohort of individuals with clinical characteristics that fit within this spec-
trum. In the pre-exome sequencing era, around 25% of these cases were positive for EHMT1
haploinsufficiency characterizing Kleefstra syndrome [9]. Previously, we hypothesized that
these unsolved, EHMT1 mutation-negative individuals with overlapping clinical features may
carry mutations in other genes that code for proteins acting in EHMT1-related molecular
pathways or biological processes.
Genetic analyses of four individuals within our cohort using next generation sequencing
methods revealed potentially causative de novo mutations in four genes (MBD5, SMARCB1,
NR1I3, and KMT2C), all of which encode proteins involved in regulation of gene expression
and/or chromatin structure [9]. Available physical interaction data between these proteins
[10–14] and pairwise genetic interactions identified between the Drosophila orthologs of these
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genes [9], supported the hypothesis that EHMT1 and the genes identified in the individuals
presenting with clinical overlap act in shared molecular pathways. In particular, a very strong
antagonistic genetic interaction was observed between the Drosophila EMHT1 ortholog, G9a,
and the KMT2C ortholog, trithorax related (trr), in the context of Drosophila wing develop-
ment [9]. Genetic combination of G9a overexpression together with trr knockdown led to a
complete developmental arrest and death of the targeted wing tissue, while the misregulation
of either gene alone had only subtle effects on wing morphology [9]. Although these data
argued for a conserved functional relationship between the two genes, the underlying shared
molecular basis remained unknown.
G9a and trr are both histone methyltransferases, but they have different substrates. G9a
mediates mono- and dimethylation of histone H3 at lysine 9 (H3K9me2). This is generally
regarded as a repressive histone mark, however, in mammals the EHMT1 protein has also
been shown to activate gene expression independent of its methyltransferase activity [15, 16].
G9a mutant flies are fully viable [17, 18] but do show phenotypic differences compared to
wildtype flies. Loss of Drosophila G9a delays embryonic development [19]. In larval stages,
G9a mutants show defects in the morphology of multidendrite neurons and have altered
crawling behaviour [18]. Adult G9a mutants have defects in habituation learning, short and
long term courtship memory, and show decreased tolerance to virus infections [18, 20].
Genome-wide identification of genomic regions with reduced H3K9me2 in G9a mutant larvae
revealed a large number of target sites in genes that are strongly enriched for neuronal func-
tions [18]. In mouse knockout models, loss of Ehmt1 causes phenotypes that are reminiscent
of Kleefstra Syndrome, including deficits in learning and memory, increased anxiety, hypoto-
nia, cranial abnormalities, and developmental delay [21–24]. These studies show that the
EHMT family of proteins are evolutionarily conserved regulators of neurodevelopmental pro-
cesses and cognition. However, the underlying molecular mechanisms and functional partners
of EHMT proteins in these processes are poorly understood.
Studies investigating the molecular biology of Drosophila trr and its binding partners have
revealed a potential dual function for this protein in the regulation of gene expression. Trr
mediates mono- and tri-methylation of histone H3 at Lysine 4 (H3K4me1 and H3K4me3)
[14, 25], histone modifications that are found at enhancers and active gene promoters, respec-
tively [26]. Trr and its mammalian orthologs KMT2C and KMT2D, are present in a conserved
COMPASS-like (complex of proteins associated with Set1) protein complex that mediates
H3K4me1 at enhancers [27, 28]. Additionally, trr interacts with the ecdysone receptor and is a
co-activator of ecdysone-mediated transcription that deposits H3K4 trimethylation at promot-
ers [14]. The role of trr in the nervous system and how it relates to G9a is unknown.
Here, we describe the first human cohort with de novo loss of function mutations in the
trr ortholog, KMT2C, allowing us to delineate the phenotypic spectrum and define the core
phenotype associated with mutations in this gene. In agreement with the single previously
reported patient, these individuals show clinical overlap with Kleefstra syndrome and other
related neurodevelopmental disorders; reemphasizing (1) an important role for KMT2C in
neurodevelopment, and (2) a biological link with EHMT1. We further show that Drosophila
trr shares the essential role in neurodevelopment with its human ortholog, and provide evi-
dence for biological convergence between trr and G9a.
Results
De novo mutations in KMT2C cause ID and ASD
Through the large scale application of diagnostic whole exome sequencing for unexplained
neurodevelopmental disorders in the clinical genetics centers at the Radboudumc and
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Maastricht UMC [29], we identified five de novo KMT2Cmutations. All these mutations are
predicted to cause loss of function, including c.5216del (p.Pro1739Leufs2) in individual 1,
c.7550C>G (p.Ser2517) in mosaic (30% of blood cells) in individual 2, c.1690A>T (p.
Lys564) in individual 3, and c.10812_10815del (p.Lys3605fs) in individual 4 (Fig 1A). Using
microarray-based comparative genomic hybridization for patient 5, an intragenic 203kb de
novo deletion (Chr7: 151858920–152062163)x1 was identified (Fig 1A) and confirmed by
locus-specific qPCR.
Fig 1. Patients and identified KMT2C mutations. (A) Schematic view of the KMT2C protein with reported domains (purple: AT hook DNA binding
domain; dark blue: zinc finger domain; yellow: cysteine rich; orange: High mobility group (HMG); dark red: Ring finger; light blue: "FY-rich" domain; dark
green: SET and Post-SET domains) and identified frameshift mutations (open lollipops), nonsense mutations (closed lollipops) and deletion. Scale bar
represents amino acid position. (B) Frontal and lateral photographs of individual 1 at age 29 years, individual 2 at age 31 years, and individual 3 at age 15
years. Though there are variable facial features, dysmorphisms consistent with Kleeftra syndrome are observed, including flattened midface (individual 1
and 4), prominent eyebrows (individuals 1 and 3), everted lower lip (individual 4), and thick ear helices (individuals 1 and 3). Photographs of individual 4 and
5 are not shown.
https://doi.org/10.1371/journal.pgen.1006864.g001
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Identification of these five novel mutations, in addition to the previously published case [9],
has allowed us to establish the clinical phenotype associated with KMT2C mutations (Table 1).
All individuals had ID, ranging from mild to severe, language and motor delay, and autism or
Pervasive Developmental Disorder (PDD), a condition in the autistic spectrum. Other recur-
rent clinical features were short stature (2/6), microcephaly (3/6), childhood hypotonia (3/6),
kyphosis/scoliosis (3/6) and recurrent respiratory infections (2/6). Kleefstra-like facial dys-
morphisms, including flattened midface, prominent eyebrows, everted lower lip, and thick ear
helices, were observed in several individuals (Fig 1B).
The Drosophila KMT2C ortholog, trr, is required for short term courtship
memory
To assess the functional role of KMT2C in neurons, we investigated the closest Drosophila mel-
anogaster ortholog, trithorax related (trr), which shares a one-to-two evolutionary relationship
with the human paralogs KMT2C and KMT2D [28]. Since homozygous mutations in trr are
lethal [30], we used the UAS/Gal4 system [31] and inducible RNA interference (RNAi) [32] to
assess the role of trr in the adult fly nervous system. Knockdown of trr was targeted specifically
to the mushroom body (MB), the learning and memory center of the fly brain, using the
R14H06-Gal4 driver line from the Janelia FlyLight collection [33]. To estimate the knockdown
efficiency under these conditions we co-expressed UAS-trr-RNAi with UAS-mCD8::GFP and
performed immunohistochemistry using a trr antibody [34] (Fig 2A–2H). Trr protein is local-
ized in the nuclei of the mushroom body calyx, as seen by colocalization with DAPI. A clear
reduction of trr staining in cells expressing trr-RNAi, which are marked by UAS-mCD8::GFP,
is observed (Fig 2E–2H). Under these conditions we observed no gross morphological defects
in the MB upon trr knockdown (Fig 2I and 2J). Next, to test these MB-specific knockdown
flies for defects in learning and memory we used a classic behaviour paradigm known as court-
ship conditioning. In this assay male flies exhibit a learned reduction of courtship behaviour
after rejection by a non-receptive premated female [18, 35]. We tested short term memory by
measuring the courtship index (CI) in naïve males compared to males exposed to sexual rejec-
tion for one hour by a premated female. Control flies expressed a transgenic RNAi construct
targeting mCherry, which is inserted into the same genetic background as the trr-RNAi. These
controls showed significant reduction in CI in rejected flies compared to naïve (Fig 2K). Flies
expressing the trr-RNAi construct did not exhibit a significant reduction in CI in response to
rejection (Fig 2K), and as a result, had a significantly lower learning index (LI) than the con-
trols (Fig 2L). These data show that trr is required in the mushroom body for short term
memory.
Trr binds to the promoter of genes important for the nervous system
Given the known role of trr as a transcriptional co-activator [14], we sought to identify geno-
mic binding regions of trr to gain insight into its target genes and the processes that it regulates
in the nervous system. To do this, we conducted chromatin immunoprecipitation combined
with next generation sequencing (ChIP-seq) using wildtype adult Drosophila heads and a vali-
dated ChIP grade antibody directed against trr [14, 34]. After exclusion of poorly aligned and
ambiguously mapped reads (S1 Table), the MACS2 (model based analysis of chip-seq) algo-
rithm [36] was used to identify genomic regions that were significantly enriched for trr bind-
ing in two biological replicates (S1 Table). This analysis identified 3371 trr binding sites (S2
Table) covering 1.27% of the genome. About 75% of trr binding sites (2564) were located
within 1kb up- or downstream of the transcription start sites (tss) of 2362 unique genes. The
remaining 25% of trr binding sites were associated to other genomic features (low complexity,
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Table 1. Summary of molecular and clinical features of individuals with KMT2C mutations.
Individual 1 Individual 2 Individual 3 Individual 4 Individual 5 Individual 6
Kleefstra et al.
(2012)
Gender Male Male Male Female Female Female
Age of
examination
29 years 31 years 15 years 7 years 10 years 15 years
Mutation
(NM_170606.2)
Chromosome
position (Hg19)
g.151880108del g.151874988G>C g.151947983T>A g.151859847_151859850del - g.151891591G>A
cDNA change c.5216del c.7550C>G c.1690A>T c.10812_10815del - c.4441C>T
Amino acid
change
p.
(Pro1739Leufs*2)
p.(Ser2517*) p.(Lys564*) p.(Lys3605Glufs*24) - p.(Arg1481*)
Mosaic - + (30% blood) - - - -
Deletion - - - - 7q36.1
(151858920–
152062163)x1
-
Additional de
novo mutations
PHF21A1 UBR52
C11orf353
- - - -
Growth
Height 171.5 cm (-1.7
SD)
179 cm (-0.5 SD) 160 cm (-2 SD) 109 cm (-3 SD) N/A 148 cm (-2.5 SD)
Weight 63.5 kg (+0.6 SD) 53.8 kg (-1.5 SD) 55 kg (+1,7SD) 16 kg (-1.5 SD) 20 kg (-2.5 SD) 41 kg (0 SD)
Head
circumference
56.6 cm (-0.5 SD) 57 cm (-0.5 SD) 55 cm (-0,6 SD) 47.5 cm (-2.25 SD) 49.5 cm (-2 SD) 52 cm (-2 SD)
Development
Intellectual
disability
+
Moderate
+
Mild
+
Moderate–IQ 50
+
Mild—IQ63
+
Severe
+
Moderate—IQ 35
Language and
motor delay
+ + + + + +
Neurological
Behavior
problems
+
Autistic-traits
+
Autism
+
PDD-NOS, ADHD
+
Autism, sleeping disorder
+ Automutilation + hyperactivity,
aggressiveness
Childhood
hypotonia
- - + - + +
Epilepsy + - - - + -
Skeletal
Kyphosis/
Scoliosis
+ (thoracal
kyphosis)
+ (Scoliosis) - - + (Kyphosis) -
Other
PKU, RRI Strabismus,
cryptorchidism
Bifid uvula,
hypospadia,
bilateral inguinal
hernia
RRI, dry skin, hoarse voice Plagiocephaly -
MRI
Not performed N/A Normal Normal Non-progressive
enlarged
extracerebral
space
N/A
Abbreviations: N/A = not available; PKU = phenylketonuria; RRI = recurrent respiratory infections
1 PHF21A: c.1956del; p.(Ala653Profs*103)
2 UBR5: c.5720G>A; p.(Arg1907His)
3 C11orf35; p.(Pro602Leu)
https://doi.org/10.1371/journal.pgen.1006864.t001
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5’- or 3’-prime region, transcription termination site, intron/exon), each at a low frequency
(Fig 3A, S2 Table). Taking the genome-wide abundance of annotated features into account,
trr binding at the tss is six fold enriched compared to random genomic positions (Fig 3B). The
average trr occupancy profile over the tss of all genes shows a clear enrichment for trr when
compared to the input control (Fig 3C). The observed association of trr with promoter regions
in fly heads is consistent with previously published trr ChIP-seq data from cultured S2 cells
[25]. Gene Ontology (GO) enrichment analysis of the 2362 unique genes with trr binding at
the tss revealed a strong enrichment for neuronal terms, such as “axon extension” and “neuron
Fig 2. Trr is required in the mushroom body for short term memory. Fluorescent confocal images of control (A-D) and
trr knockdown (E-H) adult male brains. UAS-mCD8::GFP calyx (A, E) shows the expression domain of the R14H06-Gal4
driver in the mushroom body and is marked by yellow dashed lines and an asterisk. The scale bar represents 10 μm. DAPI
(B, F) is shown to identify nuclei and note the low nuclear density in the peduncle, which is indicated with a P. Trr (C, G) is
labeled by immunohistochemistry using an anti-trr antibody. The overlay of DAPI and trr signal (D, H) shows a reduction of trr
in the target cells (blue and red channels). (I-J) Confocal projections showing the main axonal lobes of the mushroom body
that are labeled by UAS-mDC8::GFP through expression with the R14H06-Gal4 driver in control flies (I) and trr knockdown
flies (J). The scale bar represents 10 μm. (K) Standard boxplots representing the courtship indexes (CIs) resulting from
courtship conditioning in control and trr knockdown flies. + indicates the mean. The mean CI for naïve and trained flies was
compared using the Mann-Whitney test. (L) Learning Indexes (LI) for controls and trr knockdown flies derived from the CIs.
Trr knockdown males have a significantly reduced LI (randomization test, 10,000 bootstrap replicates).
https://doi.org/10.1371/journal.pgen.1006864.g002
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recognition”. Also enriched was the term “negative regulation of Ras protein signal transduc-
tion”, a process that is corrupted in a series of ID disorders referred to as RASopathies [37]
(Fig 3D, S3 Table). Taken together, our data demonstrate that, in fly heads, trr binds to the
promoter of many genes involved in neuronal processes.
G9a and trr show convergence in genomic targets
Given the clinical overlap between patients with KMT2C and EHMT1mutations (Fig 1, Table 1),
and our previous studies showing a very strong genetic interaction between the two Drosophila
orthologs [9], we reasoned that trr and G9a may regulate the expression of common genes and/
or biological pathways. We investigated whether G9a and trr have common direct target genes
(Fig 3E and 3F). For this we compared the genes associated with trr binding sites identified here
Fig 3. Trr localizes to promoters of neuronal genes in Drosophila heads and shows a significant overlap with G9a targets. (A) Pie-chart
representing the location of trr binding sites in annotated genomic features as specified by HOMER software. (B) Fold enrichment of trr binding
sites in annotated genomic features compared to an equivalent group of random genomic positions. (C) Average trr occupancy (black) of all
transcription start sites (tss) relative to the –1kb region compared to the average read depth in the input control (grey). (D) Gene ontology
enrichment analysis of genes with a trr binding site near the tss. Shown here are the top 10 enriched terms. (E) Venn diagram showing the overlap
between predicted trr target genes identified here, and predicted G9a targets that were previously published [18]. The overlap of 1047 genes is
larger than expected by random chance, based on a hypergeometric test (p-value = 1.9*10−37 and 1.35 times enriched). (F) Top 10 enriched GO
terms for biological processes identified for the 1047 overlapping predicted targets for G9a and trr. For D and F, enrichment is indicated by black
bars (lower x-axis), and the –log10 transformation of p-values is indicated by grey bars (upper x-axis).
https://doi.org/10.1371/journal.pgen.1006864.g003
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(Fig 3A–3D) with previously determined G9a target genes that were identified by investigating
loss of H3K9me2 in G9a mutants [18]. This analysis revealed a significant overlap of 1047 genes
based on hypergeometric probability (p< 1.910−37, fold change = 1.35, Fig 3E). These genes are
primarily enriched for GO-terms associated with neuronal development and function, including
“axon extension”, “neuron recognition”, and again, “negative regulation of Ras protein signaling”
(Fig 3F, S4 Table). This suggests that trr and G9a have the potential to directly regulate a com-
mon set of genes with important functions in neurons.
G9a and trr regulate the expression of common genes and biological
processes
To characterize the effect of trr and G9a mutations at the transcriptional level, we conducted
whole-transcriptome mRNA sequencing (RNA-seq) on wildtype and mutant fly heads. Valida-
tion of pan-neuronal trr knockdown in fly heads was performed by RT-qPCR and revealed a
34% reduction in trr mRNA in whole fly heads, encompassing both the targeted neuronal
knockdown cells and all other non-targeted cells (S1 Fig). Only reads aligned unambiguously
to exons were considered for RNA-seq analysis (S5 Table). Upon trr knockdown, 613 genes
were differentially expressed compared to controls (p-adj< 0.05, fold change > 1.5), with 341
genes downregulated, and 272 genes up regulated (Fig 4A, S6 Table). GO enrichment analysis
of the differentially expressed genes in trr knockdown heads revealed mainly terms related to
metabolism (Fig 4B). In G9a null mutant heads, 1123 genes were differentially expressed com-
pared to controls (p-adj < 0.05, fold change > 1.5), with 796 genes downregulated and 327
genes upregulated (Fig 4C, S7 Table). These differentially expressed genes shared a striking
overlap in GO enrichment when compared to differentially expressed genes in trr knockdown
heads. In fact, 4 of the 6 GO terms that were enriched upon trr knockdown were also enriched
in the analysis of G9a mutant heads (overlapping GO terms in bold, Fig 4B and 4D), includ-
ing “gluconeogenesis”, “steroid metabolic processes”, “fatty acid beta oxidation”, and “respira-
tory electron transport chain”.
In addition to the overlapping enriched GO terms, we identified 119 differentially expressed
genes represented in both mutant conditions (Fig 4E and 4F). This overlap is significantly
larger than expected by random chance (p< 6.410−23, fold change = 2.7, hypergeometric test)
(Fig 4E). GO enrichment analysis of these 119 genes again revealed an nearly identical set of
enriched GO terms, with 9 of the 11 enriched terms represented in the analysis of all genes dys-
regulated in G9a and trr mutant conditions (overlapping GO terms in bold, Fig 4F). The strik-
ing overlap of specific GO terms associated with genes that are differentially expressed upon
loss of trr and G9a suggest a high level of functional convergence between the two proteins.
Of the 119 commonly mis-regulated genes identified in G9a mutants and trr knockdown
flies 5 genes were upregulated in both conditions, while 47 genes were downregulated in both
conditions; 18 genes were upregulated in G9a and downregulated in trr, while 49 genes were
downregulated in G9a and upregulated in trr (S8 Table). Although this distribution is not
fully random, there is no clear pattern. The significant enrichment observed in the majority of
the categories (S8 Table) suggests that many of the common differentially expressed genes
may result from indirect regulation. Notably, only five of the overlapping genomic targets (Fig
3E, 1047 genes) are also found to be differentially expressed (Fig 4E, 119 genes). These five
genes—PCB, mTTF, Acer, Reg-2, and Arc1—represent potential common direct targets of G9a
and trr that could act as hub genes to account for the high degree of biological convergence
among indirect targets (S9 Table, see discussion).
To further explore the origin of the biological convergence of differentially expressed genes
in trr RNAi and G9a mutant heads, we classified these genes into “potentially direct” and
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“potentially indirect” targets. Potentially direct targets for trr, a transcriptional activator, were
defined as genes with an associated trr binding site that were down regulated in trr RNAi flies.
Of 341 downregulated genes, 47 fulfill these criteria. For G9a, direct targets were defined as
genes with an associated loss of H3K9me2 (a repressive modification) in G9a mutants (as
Fig 4. Differentially expressed genes in trr and G9a mutants show a strong biological overlap. (A,C) Scatter plots showing Log2 fold changes
plotted against the Log2 normalized expression. Significantly up and down regulated genes (p-adj < 0.05, FC > 1.5) are represented by red and blue dots
respectively in the G9a (A) and trr (C) mutant. Enriched GO terms are shown for differentially expressed genes in trr (B) and G9a (D) mutant heads. (E)
Venn Diagram showing the overlap of differential expressed genes between the two mutant conditions. The overlap of 119 is significantly more than
expected by random chance, based on a hypergeometric test (p-value = 6.4*10−23 and 2.7 times enriched). (F) GO term enrichment of the 119
overlapping genes. (B,D,F) Enriched GO terms were identified using the Panther software (GO-slim setting). The –log10 transformation of p-values is
indicated by black bars (lower x-axis). Grey bars (upper x-axis) indicate enrichment. GO terms that overlap between the different datasets in panels B,D,
and F, are indicated in bold.
https://doi.org/10.1371/journal.pgen.1006864.g004
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defined in Kramer et al. [18]) that were up regulated in G9a mutant heads. Of the 327 genes
upregulated in G9a mutant heads, 84 were identified as potential direct G9a targets using these
criteria. GO enrichment analysis of predicted direct targets revealed metabolic terms and sev-
eral terms relevant to learning and memory, such as “sensory perception” and “cellular cal-
cium ion homeostasis” (S2 Fig). However, no overlap in enriched GO terms was observed
among the predicted direct targets of trr and G9a. In contrast, GO enrichment analysis of pre-
dicted indirect targets (S2 Fig) was nearly identical to that observed when all differentially
expressed genes were analyzed (Fig 4) and the overlap of specific terms between G9a and trr
datasets was even stronger (5 of the 6 GO terms that were enriched upon trr knockdown were
also enriched in the analysis of G9a mutant heads) (S2 Fig). Taken together, this analysis sug-
gests that most of the biological convergence between dysregulated transcriptomes in trr and
G9a mutant conditions happens via indirect regulation. This convergence could result from
misregulation of a limited number of common direct targets, or by misregulation of different
direct target genes that act in common biological pathways.
In summary, whole-transcriptome analysis revealed a large and significant overlap between
genes and biological pathways that are differentially expressed upon loss of trr and G9a, sug-
gesting functional convergence between these two proteins in the fly brain.
Discussion
Dynamic regulation of gene expression is essential for brain development and function. To
date, at least 68 genes encoding chromatin regulating proteins have been implicated in the eti-
ology of ID [38–40]. It is possible that disruption of chromatin related biological networks
through mutations in different genes results in an overlapping phenotypic spectrum in the cor-
responding disorders. Indeed, several chromatin-related disorders, such as Pitt-Hopkins syn-
drome, Smith-Magenis syndrome, Rett syndrome, MBD5 deletion/duplication, and Angelman
syndrome, have a clear clinical overlap characterized by ID/ASD and additional behavioral
and neurological problems [7, 8]. Here, we describe five patients with de novo heterozygous
loss of function mutations in KMT2C, and demonstrate a clinical overlap with this group of
ID/ASD disorders (Fig 1, Table 1). In Drosophila, we demonstrate molecular convergence
between trr, the KMT2C/D ortholog, and G9a, the ortholog of EHMT1, which is involved in
Kleefstra syndrome. The observed clinical and molecular convergence between the KMT2 and
EHMT protein families suggests that they are important players in an overlapping gene regula-
tory network that is critical for normal neuronal development and function.
KMT2 and EHMT histone methyltransferase families converge in the
regulation of adult brain function
An increasing body of evidence suggests that chromatin modifiers contribute to gene regula-
tory networks that are important for complex brain processes like learning and memory. The
molecular activity and protein interaction partners of trr have been well described, but only
for early developmental stages and in cultured S2 cells [14, 25, 28]. Using conditional knock-
down we showed that trr is required in post-mitotic MB neurons for normal short term court-
ship memory (Fig 2L). We did not observe any gross morphological defects in the MB upon
trr knockdown (Fig 2I and 2J), and although we cannot rule out a subtle role for trr in MB
morphogenesis, this suggests that trr may regulate behaviour and memory through a role in
the post-developmental functioning of adult MB neurons. One key interaction partner for trr
is the ecdysone receptor (EcR), a nuclear hormone receptor that binds to 20-hydroxyecdysone
and requires trr-mediated H3K4me3 for optimal gene activation [14]. 20-hydroxyecdysone is
actively synthesized in response to courtship conditioning and is required for long term
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courtship memory [41], supporting the idea that trr may be involved in the acute regulation of
adult brain function through its role in EcR-mediated transcription. Indeed, thirteen known
ecdysone responsive genes were identified in our trr genomic binding sites (S2 Table), consis-
tent with the known trr-EcR interaction. Drosophila G9a is also required in adult neurons for
normal courtship memory [18], and the mouse G9a orthologs, Ehmt1 and Ehmt2, have been
implicated in postnatal regulation of fear memory [24]. Interestingly, the specific histone
modifications that are deposited by the EHMT and KMT2 protein families (H3K9me2 and
H3K4me3, respectively), are among the very few forms of histone methylation that are dynami-
cally regulated in the rat brain in response to fear conditioning [42, 43]. Together, the evidence
points towards a role for the EHMT and KMT2 families in adult brain plasticity, through active
regulation of histone modifications and gene expression.
Molecular convergence of Drosophila G9a and trr
Here, we describe a high level of convergence in genes that are differentially expressed in trr
and G9a mutant fly heads (Fig 4E). Although this overlap is significantly more than expected
by random chance, the match at the level of biological processes is even more striking. There is
a nearly perfect overlap in the enriched GO terms between the two independent mutant condi-
tions (bold GO-terms in Fig 4B and 4D). This suggests that trr and G9a may regulate; (1) dis-
tinct gene sets that operate in similar biological pathways, and /or (2) a limited number of
joint key target genes that influence these pathways. In total, we observed five potential hub
genes that are differentially expressed in both mutant conditions and identified in ChIP exper-
iments as potential direct targets for both G9a and trr (S9 Table). Two of these genes, pyruvate
carboxylase (PCB), and mitochondrial transcription termination factor (mTTF), have a clear
link to mitochondrial metabolism [44, 45], therefore, their misregulation could affect aspects
of metabolism that are reflected in the GO terms associated with the differentially expressed
genes in trr and G9a mutant heads (Fig 4). Loss of function mutations in PCB give rise to sev-
eral disorders that include developmental delay, ID, and seizures, and its misregulation may
thus contribute to manifestation of these features in EHMT1 and KMT2C patients.
Interestingly, four of the five potential hub genes (Reg-2, ACER, PCB, and Arc-1) have a
direct or indirect link to memory formation. Reg-2 and ACER are both linked to circadian
rhythm [46, 47], which is known to be important for memory formation (reviewed in [48,
49]). The metabolic protein PCB has been linked to age-induced memory impairment due to
the cumulative damaging effect of metabolic free radicals in the aging brain [44]. Arc-1 is the
ortholog of mammalian Arc (activity regulated cytoskeletal protein), an immediate early gene
that is activated in response to neuronal activity associated with learning and memory [50].
Arc is localized at the postsynaptic density and regulates many forms of synaptic plasticity
including LTP, LTD and homeostatic synapse scaling [51]. A recent study has implicated
mouse Ehmt1 in repression of Arc transcription in response to homeostatic synaptic scaling
[52]. Arc was predicted to be indirectly regulated by Ehmt1 based on a lack of differential
dimethylation of H3K9 at the Arc promoter [52]. Our data suggests that Drosophila G9a depos-
its H3K9me2 at the 3-prime end of Arc-1 [18], which has not been tested in mouse. Although,
this might reflect a differential mechanism of gene regulation between Drosophila and mam-
mals, it appears that Arc and Arc-1 represent an evolutionarily conserved target for EHMT
proteins. Having identified Arc-1 as a trr target gene in Drosophila, it will be interesting to see
if this evolutionary relationship also holds true for KMT2 proteins.
It is possible that direct misregulation of specific genes, like Arc-1, may underlie cognitive
defects in human and Drosophila with mutations in KMT2 and EHMT genes. However, our
analysis of candidate genomic target genes in Drosophila revealed hundreds of other genes that
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may be involved. At the level of genomic targets, we observed more than 1000 genes that are
potentially regulated by both G9a and trr. These genes show a strong enrichment for neuronal
GO terms, such as “synapse assembly”, “brain development”, and “cognition” (S4 Table).
Notably, “negative regulation of Ras protein signaling”, the most enriched GO-term (Fig 3F),
is linked directly to a subset of ID disorders known as RASopathies [37]. However, the rele-
vance of these targets remains in question as we do not observe differential expression for
most of these genes in G9a and trr mutant fly heads, at least in the steady state conditions
examined here. This, however, does not exclude the possibility that the histone modifications
mediated by trr and G9a may poise these genes for transcriptional regulation. It is possible that
trr- or G9a-mediated regulation is only relevant in specific cells or in response to certain sti-
muli, such as the formation or retrieval of memory. Such activity-dependent or cell-specific
gene expression mechanisms are likely to escape detection in our analyses in which steady-
state expression is determined in whole heads.
Clinical convergence in chromatin-related ID disorders
The investigation into the molecular convergence between EMHT and KMT2 proteins in this
study was motivated by the identification of an overlapping clinical phenotype resulting from
mutations in these genes. This convergence likely goes beyond EHMT1/G9a and KMT2C/trr.
Apart from KMT2C, mutations in additional components of the well-defined COMPASS pro-
tein complex, including the KMT2C paralog KMT2D, and the histone demethylase KDM6A,
are causative for Kabuki syndrome, another ID disorder which shares autistic behavior and
developmental delay with Kleefstra syndrome and the patients described here [8]. Molecular
and clinical convergence has also been demonstrated between Pitt-Hopkins syndrome (causa-
tive gene TCF4) and Kleefstra syndrome [8, 53]. Further fundamental research will likely reveal
additional molecular connections between genes that are mutated in other ID/ASD disorders
showing clinical overlap with KMT2C haploinsufficiency. Promising candidates to be involved
in a common molecular network include TCF4 [54], RAI1 [55], MECP2 [56], MBD5 [57, 58],
KMT2D [59], UBE3A [60], which are all ID genes encoding proteins involved in gene regula-
tion. Expanding our knowledge of these molecular networks may help to understand pathways
underlying ID/ASD that could be exploited in the development of therapies for genetically dis-
tinct but clinically related disorders.
Materials and methods
Identification and prioritization of variants
Individuals 1–4 had unexplained ID or developmental delay and were ascertained through
family-based whole exome sequencing in a diagnostic setting in the Department of Human
Genetics at Radboudumc and MaastrichtUMC. Exome sequencing and data analysis were per-
formed as previously described in the probands and their unaffected parents [29]. Individual 5
was ascertained during a clinical genetic workup due to failure to thrive and lack of expected
normal childhood development at Children’s Hospital Colorado (Aurora, Colorado). Chro-
mosomal microarray analysis for individual 5 was performed using both copy number and
single-nucleotide polymorphism (SNP) probes on a whole genome array (CytoScan HD plat-
form; Affymetrix, Santa Clara, CA). The KMT2C deletion was confirmed to be de novo by
parental microarray testing. Additionally, this deletion was confirmed using locus-specific
qPCR. The primer pairs used were directed to KMT2C and two adjacent negative control
regions (S10 Table). All data were analyzed and reported using the February 2009 (hg19)
human genome build.
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Although all individuals harbored de novo loss of function mutations in KMT2C (Fig 1A),
exome results revealed that individual 1 and 2 carry one or two additional de novo mutations
that do not appear to be related to the core phenotype of the individuals presented here. Indi-
vidual 1 carried a second de novo truncating mutation in PHF21A, which is located in the
11p11.2 contiguous gene deletion syndrome named Potocki-Shaffer syndrome, PSS (OMIM
#601224) [61, 62]. Three individuals with translocation breakpoints through PHF21A were
reported previously and it was concluded that this gene was associated with the PSS. However,
no intragenic loss of function mutations are reported in association with this syndrome so far.
The mutation in individual 1 is present in the last exon of the gene and is therefore not sub-
jected to nonsense mediated RNA decay, however it is possible that this variant may contribute
to the phenotype observed in this patient.
In individual 2 we found the KMT2C change c.7550C>G (p.Ser2517) in mosaic in blood.
Individual 2 carries two additional de novo missense mutations in C11orf35 (p.Pro602Leu)
and UBR5 (p.Arg1907His). Protein function or mutations associated with other diseases for
C11orf35 are not known, and thus we cannot rule out that this variant may contribute to the
patient phenotype. With respect to UBR5, the same mutation has been previously described in
a family with adult myoclonic epilepsy [63], but that family was not associated with ID/Neuro
Developmental Delay. The missense change in UBR5 individual 2 is therefore unlikely to cause
his ID and autism. Moreover, no epilepsy is present in this individual at age 10.
Fly stocks and genetics
Flies were reared on standard cornmeal-agar media at 25˚C on a light/dark cycle of 12h/12h in
50% or 70% humidity. The following stocks were obtained from Bloomington Drosophila
Stock Center: UAS-trr-RNAi generated by the Transgenic RNAi Project (TRiP) (stock #36916:
y1 scv1;P{TRiP.HMS01019}attP2), UAS-mCD8::GFP (Stock #5137: y [1] w []; P{w [+mC] =
UAS-mCD8::GFP.L}LL5, P{UAS-mCD8::GFP.L}2), UAS-mCherry-RNAi (stock #35785: y [1] sc
[] v [1]; P{y [+t7.7] v [+t1.8] = VALIUM20-mCherry}attP2), Elav-Gal4; UAS-dicer2 (stock
#25750: P{w [+mW.hs] = GawB}elav [C155] w [1118]; P{w [+mC] = UAS-Dcr-2.D}2), and
R14H06-Gal4 (stock #48667: P{GMR14H06-GAL4}fattP2) [33]. G9aDD1 mutants and the pre-
cise excision control were generated previously [18]. To study the effects of trr down regula-
tion, the UAS/Gal4 system was used with UAS-trr-RNAi combined with pan-neuronal (elav-
Gal4) or mushroom body (MB) specific (R14H06-Gal4) Gal4 driver lines. For all trr knock-
down experiments, genetic control animals without the RNAi hairpin were generated using
the (AttP2) genetic background control strain (Bloomington #36303) or the mCherry-RNAi
strain (Bloomington #35785). For trr ChIP-seq experiments, a Nijmegen wild type strain was
used.
Imaging of mushroom bodies and immunohistochemistry
R14H06-Gal4 combined with UAS-mCD8::GFP was used to visualize the calyx region of the
Drosophila MB in controls and trr knockdown flies. The following genotypes were analyzed:
UAS-mCD8::GFP/+;R14H06-Gal4/UAS-trr-RNAi (trr knockdown) and UAS-mCD8::GFP/+;
R14H06-Gal4/+ (control). Adult brains were dissected in PBS (pH 7.2) and fixed with ice cold
methanol for 2 minutes, washed three times with PBS for 5 minutes each and permeabilized in
PBS with 0.3% Triton-X 100 (PBT) for 1 hour. Fixed and permeabilized brains were blocked
(5% normal goat serum (NGS)) at room temperature for 2 hours and incubated in 300nM
DAPI solution for three minutes, followed by three five minute washes in PBT. Next, brains
were incubated with the primary antibody (rabbit anti-trr [24], 1:5000) in PBT with 5% NGS
for 72 hour at 4˚C followed by five 20 minute washes in PBT. Brains were incubated with the
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secondary antibody (goat anti-rabbit Alexa Fluor 568, 1:250; Invitrogen) for 48 hour in PBT
with 5% NGS at 4˚C and washed at room temperature in PBT five times for 20 minutes. Brains
were mounted in Vectashield (Vector Laboratories) and imaged on a confocal microscope
(Zeiss LSM 510 duo vario confocal microscope). Confocal stacks were processed using ImageJ
software [64].
Courtship conditioning assay
Courtship conditioning assays were performed on 5-day-old males raised at 25˚C, 70% humid-
ity, and a 12h day/night rhythm as previously described [18, 35]. The following genotypes
were analyzed: R14H06-Gal4/UAS-mCherry-RNAi (control) and R14H06-Gal4/UAS-trr-RNAi
(trr-RNAi). These genotypes were generated by crossing females containing the trr-RNAi or
mCherry-RNAi inserted into the TRiP attP2 genetic background (genotypes: trr RNAi—y[1]
sc[] v[1]; P{y[+t7.7] v[+t1.8] = TRiP.HMS01019}, mCherry RNAi—y[1] sc[] v[1]; P{y[+t7.7] v
[+t1.8] = VALIUM20-mCherry}attP2), with identical males containing the Gal4 driver (geno-
type: P{GMR14H06-GAL4}fattP2. Males were randomly assigned to either trained (ncontrol =
59, ntrr-RNAi = 62) or naïve (ncontrol = 56, ntrr-RNAi = 60) groups. Training was performed by
pairing individual males in with 5-day-old mated wild type females. All experiments were con-
ducted with a one-hour training period, and tested after a one-hour isolation period. For each
fly pair, a courtship index (CI) was calculated as the percentage of a 10 minute time period
spent courting. Courtship behaviour was manually quantified by observing videos for all 237
fly pairs analyzed in this study. Quantification was performed by trained observers that were
naïve to the nature of the experiment. Comparisons of average CI between naïve and trained
groups of the same genotype were calculated using a Mann-Whitney test. A learning index
(LI = (CInaive-CItrained)/CInaive) was calculated to compare courtship memory between geno-
types. Statistical comparisons between genotypes were conducted using a randomization test
[65] with a custom bootstrapping script created in R (10,000 replicates) [66].
ChIP-seq and identification of trr binding sites
Chip was performed using an antibody directed against trr [14, 34]. This antibody was origi-
nally validated by the lack of staining in trr homozygous null mutant embryos [14]. Addition-
ally, this antibody shows complete lack of signal in mutant clones of the Drosophila salivary
gland, and has been used for ChIP experiments showing very specific trr binding patterns at
EcR response genes during ecdysone-mediated developmental transitions [34]. Here, we pro-
vide additional evidence for specificitiy of this antibody by showing reduced immunofluores-
cent staining in mushroom body target cells expressing a trr-RNAi construct (Fig 2).
Chromatin was extracted from 50 μL aliquots of frozen wildtype fly heads, aged between
0 and 5 days old, in biological duplicates. Fly heads were crushed in PBS (Sigma) and cross-
linked with formaldehyde (Sigma) at a final concentration of 1% for 30 minutes. Crosslinking
was terminated using glycine (Invitrogen) at a final concentration of 125mM and crosslinked
material was immediately washed twice in PBS and centrifuged at 13000rpm, for 15 minutes at
4 degrees. The pellet was resuspended in buffer 1 (15 mM Tris-HCl (pH 7.5), 60 mM KCl, 15
mM NaCl, 1 mM EDTA, 0.1 mM EGTA, 0.15 mM spermine, 0.5 mM spermidine, 0.1 mM
sucrose) and the solution was homogenized using a QiaShredder column (Qiagen). Cells were
lysed using buffer 1 supplemented by 2% triton-X-100 (Sigma) and a crude nuclear extract was
collected by centrifugation (6000 rpm, 10 minutes at 4 degrees). Nuclei were re-suspended in
incubation buffer (0.15% SDS, 1% triton x-100, 150 mM NaCl, 1 mM EDTA, 0.5 mM EGTA,
10 mM Tris) supplemented with 0.1% BSA (Sigma) and 1x protease inhibitor (Roche) and sub-
jected to sonication (Diagenode Bioruptor) for 30 minutes (30 seconds on/off cycle using the
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“high intensity” mode), yielding average DNA fragments of 150–300 base pairs. Immunopre-
cipitation reactions were performed overnight in incubation buffer with 3 ng of anti-trr anti-
body (gift from Dr. A. Mazo [14]), protease inhibitor cocktail (Roche), BSA, and pre-blocked
protein A/G agarose beads (Santa Cruz). Chromatin-antibody-bead complexes were recovered
by centrifugation (4000 rpm, 2 minutes at four degrees) and washed twice with low salt buffer
(0.1% SDS, 1% Triton, 2 mM EDTA, 20 mM Tris pH 8, 150 mM NaCl), once with high salt
buffer (0.1% SDS, 1% Triton, 2 mM EDTA, 20 mM Tris pH 8, 500 mM NaCl), once with LiCl
wash buffer (10 mM Tris pH 8.0, 1% Na-deoxycholate, 1% NP-40, 250 mM LiCl, 1 mM
EDTA) and twice with TE buffer. Chromatin was eluted in 1% SDS, 0.1M NaHCO3, 200 mM
NaCl and de-crosslinked at 65˚ Celsius (C) for four hours. DNA was purified by phenol/chlo-
roform extraction and ethanol precipitated using linear acrylamide (Ambion) and sodium ace-
tate at -20 degrees. Library preparation for Illumina sequencing was performed using the
Truseq DNA sample prep kit V2 (Illumina) with approximately 3 ng of starting DNA 15 PCR
cycles for amplification. Library fragment size was assessed using the 2100 Agilent Bioanalyser
and was shown to be between 200 and 400 bp. Cluster generation and sequencing-by-synthesis
(50bp) was performed using the Illumina Hiseq 2000 according to standard protocols of the
manufacturer. The image files generated by the HiSeq were processed to extract DNA sequence
data. We obtained between 30 and 54 million reads per sample. Reads were mapped to the Dro-
sophila genome (BDGP R5/dm3) using the Burrows Wheeler Aligner (BWA, version 0.6.1)
with standard settings allowing 1 mismatch [67]. Total alignment efficiency was more than
95%. Duplicate reads and reads with a mapping quality score (MAPQ) below 15 were excluded
from downstream analysis (S1 Table). For each biological replicate, trr binding sites were iden-
tified using MACS2 [36] with input DNA as control (S1 Table). Bindings sites on chromosome
U, Uextra and mitochondrial genome were not used for further analysis. Remaining putative trr
binding regions were visualized in a heatmap that was sorted based on k-means clustering of
read intensity around the centre of the peak using the python script fluff_heatmap.py (https://
github.com/simonvh/fluff) (S3A Fig). Individual clusters were examined visually in the genome
browser to assess the quality of the peaks within the clusters. Two clusters (8 and 15) of replicate
1 were identified that contained many false positive peaks with a relatively small binding region
and cluster 15 had very few reads around the centre. Peaks within these clusters were removed
from downstream analysis. For trr_rep2 all clusters appeared to represent high quality trr bind-
ing sites. Trr binding regions from both biological replicates were merged and concatenated
and the number of reads present in these regions were counted in each sample individually
using HTSeq [68] and normalized to library size. The ratio and mean of reads in each binding
region was calculated between the two biological duplicates to identify trr binding sites that
were consistent between the two biological replicates. We included all binding sites with a mean
number of reads> 100 and< 2 fold difference in normalized read count between the two bio-
logical replicates (S3B Fig). Using these criteria we identified 3371 predicted trr binding regi-
ons, which appeared to be very consistent upon visual inspection in the UCSC genome browser
(S3D Fig). These predicted trr binding sites were allocated to the nearest genomic feature using
the pearl script annotatePeaks.pl [69] with standard settings. In order to find out if detected
binding sites of trr are overrepresented in any genomic regions, we compared trr binding sites
to an equal set of randomly selected genomic positions using https://www.random.org/ (Fig
3B). The average trr occupancy profile over all transcription start sites (Fig 3C) was calculated
using ensemble annotations from release 84 [70] with read count data generated by HTseq-
count [68] in 50-bp bins spanning all transcription start sites.
To validate the ChIP-seq data, independent ChIP reactions were performed as described
above and tested by qPCR. Validation targets were selected based on ChIP-seq data with repre-
sentative binding regions on the promoters of mor, lis-1, Atg9, Hsc70-4, Socs36e,Tsp42ed, smid
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and med21. Additionally, we selected two trr-negative regions in the promoters of drm99B and
CG1646 (S10 Table). All primers were tested and approved for amplification efficiency accord-
ing to standard methods. qPCR was performed on the ChIPed and input samples using SYBR-
green master mix (Promega) and the 7900HT Fast Real Time PCR system (Applied
biosystems) according to the manufacturer’s instructions. Fold enrichments per target were
calculated using the mean of the percent input of the two negative regions relative to the posi-
tive region. Mean fold enrichments are plotted with standard error of the mean as error bars
(S3C Fig). All regions tested confirmed the ChIP-seq results. In addition we compared our trr
ChIP-seq targets to published trr ChIP-seq data from cultured Drosophila S2 cells that was
obtained using a different trr antibody [25]. In S2 cells, 1482 genes were identified with a trr
peak at the promoter [25]. 943 of these genes were also identified as trr targets in this study.
This is a very high overlap considering the vastly different starting material (cultured S2 cells
versus fly heads), suggesting a high degree of concordance between the two antibodies.
Transcriptional profiling
Mutant and control lines for trr and G9a were aged between 1 and 5 days and snap frozen in
liquid nitrogen. Frozen fly heads were harvested by vortexing and separated from other body
parts through a series of standard laboratory sieves. Total RNA was extracted from 50 μL ali-
quots of frozen fly heads using the RNAeasy lipid tissue mini kit (Qiagen). For trr knockdown,
two biological replicates were used, for G9a mutants, three biological replicates were used for
each condition. mRNA was purified using the Oligotex kit (Qiagen) and cDNA was synthe-
sized using the SuperScript III First Strand synthesis kit (Thermo Fisher) using random hex-
amers as primers. Second strand cDNA was synthesized using E. Coli polymerase and T4
ligase (New England Biolabs Inc. (NEB)). Remaining RNA was removed using 2 units RNaseH
(NEB) before the cDNA was purified using the MinElute PCR purification kit (Qiagen). DNA
end repair was performed followed by ligation of Illumina sequencing adaptors and size selec-
tion for 300 bp by 2% E-gel (Invitrogen). Fragments were linearly amplified (15 PCR cycles),
as validated by quantitative real-time PCR (qPCR), and sample quality was assessed using the
Agilent Bioanalyser 2100. Cluster generation and sequencing-by-synthesis (36bp) was per-
formed using the Illumina Genome Analyser IIx (GAIIx) according to standard protocols of
the manufacturer. The image files generated by the GAIIx were processed to extract DNA
sequence data. From the GAIIx, we obtained between 27 and 35 million reads. Reads were
mapped to the Drosophila genome (BDGP R5/dm3) using the Burrows Wheeler Aligner
(BWA, version 0.6.1) with standard settings allowing 1 mismatch [67]. Only the uniquely
mapped reads were used for further analysis and total alignment efficiency was between 63%
and 79% for G9a samples and between 79% and 81% for trr samples (S5 Table). Total read
count data was generated by the python script HTSeq-count (http://www-huber.embl.de/
HTSeq/doc/overview.html) with gene annotations extracted from the file Drosophila_melano-
gaster.BDGP5.75.gtf, available at http://www.ensembl.org. In all samples, over 96% of aligned
reads, mapped unambiguously to exons. The unambiguously mapped reads, ranging from 18
to 25 million reads for G9a samples and from 26 to 28 million reads for trr samples, were used
for further analysis of differential gene expression by DeSeq2 [71]. Hierarchical clustering
based on Euclidean distances with Pearson correlation using the normalized expression values
and variance stabilizing transformation, revealing a high degree of similarity between biologi-
cal replicates (S4A and S4C Fig). In order to perform statistical comparisons, dispersion values
were estimated using the DESEQ method. As expected, we observed a high degree of correla-
tion between gene expression and dispersion values with decreasing dispersion upon increas-
ing expression patterns (S4B and S4D Fig). We then used DESeq2 to identify genes that are
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differentially expressed in mutant fly heads based on negative binominal distribution (adjusted
p-value < 0.05, fold change > 1.5, Fig 4A and 4C, S6 and S7 Table).
Validation of trr knockdown was performed using SYBRgreen master mix (Promega) and
the 7900HT Fast Real Time PCR system (Applied Biosystems) according to the manufacturer’s
instructions on a new biological replicate cDNA (described above) performed in triplicate
technical replicates. Beta-cop and RP49 were used as reference genes for normalization and
calculation of fold change differences upon pan-neuronal knockdown in fly heads using the
ΔΔCt procedure (S1 Fig). All RT-qPCR primers (S10 Table) are validated for amplification
efficiency according to standard procedures.
Gene ontology enrichment and hypergeometric analysis
Gene Ontology (GO) enrichment analysis was performed using the Panther software version
11.1 [52] on http://geneontology.org/ (GO Ontology database released on 2015-08-06 and
2016-10-24) using the GO-SLIM function for GO enrichment datasets that showed a high
degree of redundancy (Fig 4 and S2 Fig). For GO enrichment analysis of differential gene
expression, list was used with genes expressed in fly heads as background control. This list was
generated by exclusion of 4579 genes that had less than 10 reads, leaving 11103 genes. Overlap
between datasets was determined and visualized as a Venn diagram by BioVenn [72] (Figs 3E
and 4E). Hypergeometric statistics on overlaps were calculated using https://www.geneprof.
org/GeneProf/tools/hypergeometric.jsp.
Accession numbers
The raw data for RNA-seq and ChIP-seq is available at the NCBI Gene Expression omnibus
(GEO), accession number GSE89459.
Ethics statement
Diagnostic whole exome sequencing (WES) was approved by the medical ethics committee of
the Radboud University Medical Center, Nijmegen, The Netherlands (registration number
2011–188). For all patients, written informed consent for WES was obtained after counseling
by a clinical geneticist.
Supporting information
S1 Fig. Pan-neuronal knockdown of trr in fly heads. Quantification of relative trr expression
by qPCR in heads of control and elav-Gal4 knockdown flies. Error bars represents SEM.
(TIF)
S2 Fig. GO enrichment analysis of “potential direct” and “potential indirect” trr and G9a
target genes. (A-D) All enriched gene ontology (GO) terms identified using the Panther soft-
ware (GO-slim setting) for potential direct trr (A) and G9a (B) target genes, and potential indi-
rect and trr (C) and G9a (D) targets. Panther overrepresentation test from GO database
version 11.1 (released 2016-10-24).
(TIF)
S3 Fig. Filter criteria and validation of trr ChIP-seq. (A) Flow chart describing the filtering
steps for identification of trr binding sites. After ChIP-seq trr binding regions were identified
using MACS2 and clustered using the python script fluff_heatmap.py. Clusters with low qual-
ity peaks were removed and the remaining peaks were merged and concatenated. The number
of reads in each trr binging regions was quantified with HTSEQ-count. (B) Scatter plot of the
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average number of reads in each trr binding region against the ratio of reads between the two
biological replicates. Black dots represents the 3371 high confident peaks with mean number
of reads> 100 and ratio < 2, suggesting consistency between the two biological replicates. (C)
Bar graph showing ChIP-qPCR validation of trr binding regions identified by ChIP-seq. Fold
enrichment is calculated over negative control regions, relative to the input. Error bars repre-
sent SEM of three biological replicates. (D) Screenshot of tracks from the UCSC genome
browser showing two trr ChIP-seq replicates and the input control.
(TIF)
S4 Fig. Quality control for RNAseq and differential expression analysis. (A,C) Dendrogram
and heat map illustrating euclidean distances and Pearson correlation between genome wide
mRNA expression levels in G9a mutants (A) and trr knockdown (C) heads, compared to the
respective controls. (B,D) Scatter plots showing dispersion estimates as determined using
DESeq2, plotted against the mean of normalized reads for EMHT (B) and trr (D) RNA-seq
datasets (black dots—gene-wise maximum-likelihood estimates, red dots—fitted values, blue
dots—final dispersion. Genes with dispersion outliers were not used for further analysis. Note
the decreasing dispersion values as the gene expression increases.
(TIF)
S1 Table. ChIP-seq depth, alignment, mapping efficiency and MACS2 settings. Total num-
ber of reads, and the percentage aligned reads are shown. Next, the percentage of aligned reads
to unambiguous places relative to total aligned reads and the percentage of reads with MAPQ
scores higher than 15 are shown. Lastly, the total number of high quality reads that was used
for analysis is shown.
(XLSX)
S2 Table. Annotation of trr ChIP-seq peaks to nearest genomic feature using HOMER soft-
ware (Raw data to Fig 3A).
(XLSX)
S3 Table. Gene ontology analysis of trr promoter associated genes (Raw data to Fig 3D).
(XLSX)
S4 Table. Gene ontology analysis of overlap between trr binding sites and predicted G9a
target genes (Raw data to Fig 3F).
(XLSX)
S5 Table. RNA-seq depth. Alignment and mapping efficiency of trr- and G9a mutant samples.
Shown are the total number of reads, and the percentage aligned. Next, the percentage of
aligned reads relative to the total number of aligned reads and unambiguous mapped reads are
shown. Lastly, the total number of high quality reads that was used for analysis is shown.
(XLSX)
S6 Table. Differential expressed genes in trr mutant (Raw data to Fig 4A).
(XLSX)
S7 Table. Differential expressed genes in G9a mutant (Raw data to Fig 4C).
(XLSX)
S8 Table. Statistical analysis of up and down regulated genes that are differentially
expressed genes in both trr and G9a mutant fly heads.
(XLSX)
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S9 Table. Gene ontology annotations for the five potential direct targets of both G9a and
trr.
(XLSX)
S10 Table. List of primers used in this study.
(XLSX)
Acknowledgments
We thank all families for their contribution. Drosophila stocks were obtained from the Bloom-
ington Drosophila Stock Center (NIH P40OD018537). We thank Eva Janssen-Megens and
Henk Stunnenberg for help with sequencing and Dr. Alex Mazo for providing the trr
antibody.
Author Contributions
Conceptualization: Annette Schenck.
Formal analysis: Tom S. Koemans, Max H. Stone, Rolph Pfundt.
Funding acquisition: Hans van Bokhoven, Annette Schenck, Jamie M. Kramer.
Investigation: Tom S. Koemans, Tjitske Kleefstra, Melissa C. Chubak, Max H. Stone, Margot
R. F. Reijnders, Sonja de Munnik, Marjolein H. Willemsen, Michaela Fenckova, Connie T.
R. M. Stumpel.
Resources: Levinus A. Bok, Margarita Sifuentes Saenz, Kyna A. Byerly, Linda B. Baughn, Alex-
ander P. A. Stegmann.
Supervision: Tjitske Kleefstra, Huiqing Zhou, Hans van Bokhoven, Annette Schenck, Jamie
M. Kramer.
Writing – original draft: Tom S. Koemans, Annette Schenck, Jamie M. Kramer.
Writing – review & editing: Tjitske Kleefstra, Hans van Bokhoven.
References
1. Kleefstra T, Smidt M, Banning MJ, Oudakker AR, Van Esch H, de Brouwer AP, et al. Disruption of the
gene Euchromatin Histone Methyl Transferase1 (Eu-HMTase1) is associated with the 9q34 subtelo-
meric deletion syndrome. Journal of medical genetics. 2005; 42(4):299–306. https://doi.org/10.1136/
jmg.2004.028464 PMID: 15805155; PubMed Central PMCID: PMC1736026.
2. Kleefstra T, Brunner HG, Amiel J, Oudakker AR, Nillesen WM, Magee A, et al. Loss-of-function muta-
tions in euchromatin histone methyl transferase 1 (EHMT1) cause the 9q34 subtelomeric deletion syn-
drome. American journal of human genetics. 2006; 79(2):370–7. https://doi.org/10.1086/505693 PMID:
16826528; PubMed Central PMCID: PMC1559478.
3. Benevento M, van de Molengraft M, van Westen R, van Bokhoven H, Kasri NN. The role of chromatin
repressive marks in cognition and disease: A focus on the repressive complex GLP/G9a. Neurobiology
of learning and memory. 2015; 124:88–96. https://doi.org/10.1016/j.nlm.2015.06.013 PMID: 26143996.
4. Kramer JM. Regulation of cell differentiation and function by the euchromatin histone methyltranser-
fases G9a and GLP. Biochemistry and cell biology = Biochimie et biologie cellulaire. 2016; 94(1):26–32.
https://doi.org/10.1139/bcb-2015-0017 PMID: 26198080.
5. Stewart DR, Kleefstra T. The chromosome 9q subtelomere deletion syndrome. American journal of
medical genetics Part C, Seminars in medical genetics. 2007; 145C(4):383–92. https://doi.org/10.1002/
ajmg.c.30148 PMID: 17910072.
6. Willemsen MH, Vulto-van Silfhout AT, Nillesen WM, Wissink-Lindhout WM, van Bokhoven H, Philip N,
et al. Update on Kleefstra Syndrome. Molecular syndromology. 2012; 2(3–5):202–12. 000335648.
https://doi.org/10.1159/000335648 PMID: 22670141; PubMed Central PMCID: PMC3366700.
Convergence of EHMT1 and KMT2C and in Intellectual Disability and Autism Spectrum Disorder
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1006864 October 25, 2017 20 / 24
7. Tan WH, Bird LM, Thibert RL, Williams CA. If not Angelman, what is it? A review of Angelman-like syn-
dromes. American journal of medical genetics Part A. 2014; 164A(4):975–92. PMID: 24779060.
8. Mullegama SV, Alaimo JT, Chen L, Elsea SH. Phenotypic and molecular convergence of 2q23.1 dele-
tion syndrome with other neurodevelopmental syndromes associated with autism spectrum disorder.
International journal of molecular sciences. 2015; 16(4):7627–43. https://doi.org/10.3390/
ijms16047627 PMID: 25853262; PubMed Central PMCID: PMC4425039.
9. Kleefstra T, Kramer JM, Neveling K, Willemsen MH, Koemans TS, Vissers LE, et al. Disruption of an
EHMT1-associated chromatin-modification module causes intellectual disability. American journal of
human genetics. 2012; 91(1):73–82. https://doi.org/10.1016/j.ajhg.2012.05.003 PMID: 22726846;
PubMed Central PMCID: PMC3397275.
10. Lee S, Kim DH, Goo YH, Lee YC, Lee SK, Lee JW. Crucial roles for interactions between MLL3/4 and
INI1 in nuclear receptor transactivation. Molecular endocrinology. 2009; 23(5):610–9. https://doi.org/10.
1210/me.2008-0455 PMID: 19221051; PubMed Central PMCID: PMC2675954.
11. Choi E, Lee S, Yeom SY, Kim GH, Lee JW, Kim SW. Characterization of activating signal cointegrator-
2 as a novel transcriptional coactivator of the xenobiotic nuclear receptor constitutive androstane recep-
tor. Molecular endocrinology. 2005; 19(7):1711–9. https://doi.org/10.1210/me.2005-0066 PMID:
15764585.
12. Underhill C, Qutob MS, Yee SP, Torchia J. A novel nuclear receptor corepressor complex, N-CoR, con-
tains components of the mammalian SWI/SNF complex and the corepressor KAP-1. The Journal of bio-
logical chemistry. 2000; 275(51):40463–70. https://doi.org/10.1074/jbc.M007864200 PMID: 11013263.
13. Jyrkkarinne J, Makinen J, Gynther J, Savolainen H, Poso A, Honkakoski P. Molecular determinants of
steroid inhibition for the mouse constitutive androstane receptor. Journal of medicinal chemistry. 2003;
46(22):4687–95. https://doi.org/10.1021/jm030861t PMID: 14561088.
14. Sedkov Y, Cho E, Petruk S, Cherbas L, Smith ST, Jones RS, et al. Methylation at lysine 4 of histone H3
in ecdysone-dependent development of Drosophila. Nature. 2003; 426(6962):78–83. https://doi.org/10.
1038/nature02080 PMID: 14603321; PubMed Central PMCID: PMC2743927.
15. Lehnertz B, Northrop JP, Antignano F, Burrows K, Hadidi S, Mullaly SC, et al. Activating and inhibitory
functions for the histone lysine methyltransferase G9a in T helper cell differentiation and function. The
Journal of experimental medicine. 2010; 207(5):915–22. https://doi.org/10.1084/jem.20100363 PMID:
20421388; PubMed Central PMCID: PMC2867284.
16. Ohno H, Shinoda K, Ohyama K, Sharp LZ, Kajimura S. EHMT1 controls brown adipose cell fate and
thermogenesis through the PRDM16 complex. Nature. 2013; 504(7478):163–7. https://doi.org/10.
1038/nature12652 PMID: 24196706; PubMed Central PMCID: PMC3855638.
17. Seum C, Bontron S, Reo E, Delattre M, Spierer P. Drosophila G9a is a nonessential gene. Genetics.
2007; 177(3):1955–7. https://doi.org/10.1534/genetics.107.078220 PMID: 18039887; PubMed Central
PMCID: PMC2147950.
18. Kramer JM, Kochinke K, Oortveld MA, Marks H, Kramer D, de Jong EK, et al. Epigenetic regulation of
learning and memory by Drosophila EHMT/G9a. PLoS biology. 2011; 9(1):e1000569. https://doi.org/
10.1371/journal.pbio.1000569 PMID: 21245904; PubMed Central PMCID: PMC3014924.
19. Shimaji K, Konishi T, Tanaka S, Yoshida H, Kato Y, Ohkawa Y, et al. Genomewide identification of tar-
get genes of histone methyltransferase dG9a during Drosophila embryogenesis. Genes to cells:
devoted to molecular & cellular mechanisms. 2015; 20(11):902–14. https://doi.org/10.1111/gtc.12281
PMID: 26334932.
20. Merkling SH, Bronkhorst AW, Kramer JM, Overheul GJ, Schenck A, Van Rij RP. The epigenetic regula-
tor G9a mediates tolerance to RNA virus infection in Drosophila. PLoS pathogens. 2015; 11(4):
e1004692. https://doi.org/10.1371/journal.ppat.1004692 PMID: 25880195; PubMed Central PMCID:
PMC4399909.
21. Balemans MC, Ansar M, Oudakker AR, van Caam AP, Bakker B, Vitters EL, et al. Reduced Euchroma-
tin histone methyltransferase 1 causes developmental delay, hypotonia, and cranial abnormalities asso-
ciated with increased bone gene expression in Kleefstra syndrome mice. Developmental biology. 2014;
386(2):395–407. https://doi.org/10.1016/j.ydbio.2013.12.016 PMID: 24362066.
22. Balemans MC, Huibers MM, Eikelenboom NW, Kuipers AJ, van Summeren RC, Pijpers MM, et al.
Reduced exploration, increased anxiety, and altered social behavior: Autistic-like features of euchroma-
tin histone methyltransferase 1 heterozygous knockout mice. Behavioural brain research. 2010; 208
(1):47–55. https://doi.org/10.1016/j.bbr.2009.11.008 PMID: 19896504.
23. Balemans MC, Kasri NN, Kopanitsa MV, Afinowi NO, Ramakers G, Peters TA, et al. Hippocampal dys-
function in the Euchromatin histone methyltransferase 1 heterozygous knockout mouse model for Kleef-
stra syndrome. Human molecular genetics. 2013; 22(5):852–66. https://doi.org/10.1093/hmg/dds490
PMID: 23175442.
Convergence of EHMT1 and KMT2C and in Intellectual Disability and Autism Spectrum Disorder
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1006864 October 25, 2017 21 / 24
24. Schaefer A, Sampath SC, Intrator A, Min A, Gertler TS, Surmeier DJ, et al. Control of cognition and
adaptive behavior by the GLP/G9a epigenetic suppressor complex. Neuron. 2009; 64(5):678–91.
https://doi.org/10.1016/j.neuron.2009.11.019 PMID: 20005824; PubMed Central PMCID:
PMC2814156.
25. Herz HM, Mohan M, Garruss AS, Liang K, Takahashi YH, Mickey K, et al. Enhancer-associated H3K4
monomethylation by Trithorax-related, the Drosophila homolog of mammalian Mll3/Mll4. Genes &
development. 2012; 26(23):2604–20. https://doi.org/10.1101/gad.201327.112 PMID: 23166019;
PubMed Central PMCID: PMC3521626.
26. Barski A, Cuddapah S, Cui K, Roh TY, Schones DE, Wang Z, et al. High-resolution profiling of histone
methylations in the human genome. Cell. 2007; 129(4):823–37. https://doi.org/10.1016/j.cell.2007.05.
009 PMID: 17512414.
27. Hu D, Gao X, Morgan MA, Herz HM, Smith ER, Shilatifard A. The MLL3/MLL4 branches of the COM-
PASS family function as major histone H3K4 monomethylases at enhancers. Molecular and cellular
biology. 2013; 33(23):4745–54. https://doi.org/10.1128/MCB.01181-13 PMID: 24081332; PubMed
Central PMCID: PMC3838007.
28. Mohan M, Herz HM, Smith ER, Zhang Y, Jackson J, Washburn MP, et al. The COMPASS family of
H3K4 methylases in Drosophila. Molecular and cellular biology. 2011; 31(21):4310–8. https://doi.org/
10.1128/MCB.06092-11 PMID: 21875999; PubMed Central PMCID: PMC3209330.
29. de Ligt J, Willemsen MH, van Bon BW, Kleefstra T, Yntema HG, Kroes T, et al. Diagnostic exome
sequencing in persons with severe intellectual disability. The New England journal of medicine. 2012;
367(20):1921–9. https://doi.org/10.1056/NEJMoa1206524 PMID: 23033978.
30. Sedkov Y, Benes JJ, Berger JR, Riker KM, Tillib S, Jones RS, et al. Molecular genetic analysis of the
Drosophila trithorax-related gene which encodes a novel SET domain protein. Mechanisms of develop-
ment. 1999; 82(1–2):171–9. PMID: 10354481.
31. Brand AH, Manoukian AS, Perrimon N. Ectopic expression in Drosophila. Methods in cell biology. 1994;
44:635–54. PMID: 7707973.
32. Dietzl G, Chen D, Schnorrer F, Su KC, Barinova Y, Fellner M, et al. A genome-wide transgenic RNAi
library for conditional gene inactivation in Drosophila. Nature. 2007; 448(7150):151–6. https://doi.org/
10.1038/nature05954 PMID: 17625558.
33. Jenett A, Rubin GM, Ngo TT, Shepherd D, Murphy C, Dionne H, et al. A GAL4-driver line resource for
Drosophila neurobiology. Cell reports. 2012; 2(4):991–1001. https://doi.org/10.1016/j.celrep.2012.09.
011 PMID: 23063364; PubMed Central PMCID: PMC3515021.
34. Johnston DM, Sedkov Y, Petruk S, Riley KM, Fujioka M, Jaynes JB, et al. Ecdysone- and NO-mediated
gene regulation by competing EcR/Usp and E75A nuclear receptors during Drosophila development.
Molecular cell. 2011; 44(1):51–61. https://doi.org/10.1016/j.molcel.2011.07.033 PMID: 21981918;
PubMed Central PMCID: PMC3190167.
35. Siegel RW, Hall JC. Conditioned responses in courtship behavior of normal and mutant Drosophila. Pro-
ceedings of the National Academy of Sciences of the United States of America. 1979; 76(7):3430–4.
PMID: 16592682; PubMed Central PMCID: PMC383839.
36. Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, et al. Model-based analysis of
ChIP-Seq (MACS). Genome biology. 2008; 9(9):R137. https://doi.org/10.1186/gb-2008-9-9-r137 PMID:
18798982; PubMed Central PMCID: PMC2592715.
37. Rauen KA. The RASopathies. Annual review of genomics and human genetics. 2013; 14:355–69.
https://doi.org/10.1146/annurev-genom-091212-153523 PMID: 23875798; PubMed Central PMCID:
PMC4115674.
38. Kochinke K, Zweier C, Nijhof B, Fenckova M, Cizek P, Honti F, et al. Systematic Phenomics Analysis
Deconvolutes Genes Mutated in Intellectual Disability into Biologically Coherent Modules. American
journal of human genetics. 2016; 98(1):149–64. https://doi.org/10.1016/j.ajhg.2015.11.024 PMID:
26748517; PubMed Central PMCID: PMC4716705.
39. Bjornsson HT. The Mendelian disorders of the epigenetic machinery. Genome research. 2015; 25
(10):1473–81. https://doi.org/10.1101/gr.190629.115 PMID: 26430157; PubMed Central PMCID:
PMC4579332.
40. Kleefstra T, Schenck A, Kramer JM, van Bokhoven H. The genetics of cognitive epigenetics. Neuro-
pharmacology. 2014; 80:83–94. https://doi.org/10.1016/j.neuropharm.2013.12.025 PMID: 24434855.
41. Ishimoto H, Sakai T, Kitamoto T. Ecdysone signaling regulates the formation of long-term courtship
memory in adult Drosophila melanogaster. Proceedings of the National Academy of Sciences of the
United States of America. 2009; 106(15):6381–6. https://doi.org/10.1073/pnas.0810213106 PMID:
19342482; PubMed Central PMCID: PMC2669368.
42. Gupta S, Kim SY, Artis S, Molfese DL, Schumacher A, Sweatt JD, et al. Histone methylation regulates
memory formation. The Journal of neuroscience: the official journal of the Society for Neuroscience.
Convergence of EHMT1 and KMT2C and in Intellectual Disability and Autism Spectrum Disorder
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1006864 October 25, 2017 22 / 24
2010; 30(10):3589–99. https://doi.org/10.1523/JNEUROSCI.3732-09.2010 PMID: 20219993; PubMed
Central PMCID: PMC2859898.
43. Gupta-Agarwal S, Jarome TJ, Fernandez J, Lubin FD. NMDA receptor- and ERK-dependent histone
methylation changes in the lateral amygdala bidirectionally regulate fear memory formation. Learning &
memory. 2014; 21(7):351–62. https://doi.org/10.1101/lm.035105.114 PMID: 24939839; PubMed Cen-
tral PMCID: PMC4061426.
44. Yamazaki D, Horiuchi J, Ueno K, Ueno T, Saeki S, Matsuno M, et al. Glial dysfunction causes age-
related memory impairment in Drosophila. Neuron. 2014; 84(4):753–63. https://doi.org/10.1016/j.
neuron.2014.09.039 PMID: 25447741.
45. Roberti M, Bruni F, Polosa PL, Gadaleta MN, Cantatore P. The Drosophila termination factor DmTTF
regulates in vivo mitochondrial transcription. Nucleic acids research. 2006; 34(7):2109–16. https://doi.
org/10.1093/nar/gkl181 PMID: 16648357; PubMed Central PMCID: PMC1450328.
46. Van Gelder RN, Bae H, Palazzolo MJ, Krasnow MA. Extent and character of circadian gene expression
in Drosophila melanogaster: identification of twenty oscillating mRNAs in the fly head. Current biology:
CB. 1995; 5(12):1424–36. PMID: 8749395.
47. Carhan A, Tang K, Shirras CA, Shirras AD, Isaac RE. Loss of Angiotensin-converting enzyme-related
(ACER) peptidase disrupts night-time sleep in adult Drosophila melanogaster. The Journal of experi-
mental biology. 2011; 214(Pt 4):680–6. https://doi.org/10.1242/jeb.049353 PMID: 21270318.
48. Krishnan HC, Lyons LC. Synchrony and desynchrony in circadian clocks: impacts on learning and
memory. Learning & memory. 2015; 22(9):426–37. https://doi.org/10.1101/lm.038877.115 PMID:
26286653; PubMed Central PMCID: PMC4561405.
49. Gerstner JR, Yin JC. Circadian rhythms and memory formation. Nature reviews Neuroscience. 2010;
11(8):577–88. https://doi.org/10.1038/nrn2881 PMID: 20648063.
50. Daberkow DP, Riedy MD, Kesner RP, Keefe KA. Arc mRNA induction in striatal efferent neurons asso-
ciated with response learning. The European journal of neuroscience. 2007; 26(1):228–41. https://doi.
org/10.1111/j.1460-9568.2007.05630.x PMID: 17614950.
51. Korb E, Finkbeiner S. Arc in synaptic plasticity: from gene to behavior. Trends in neurosciences. 2011;
34(11):591–8. https://doi.org/10.1016/j.tins.2011.08.007 PMID: 21963089; PubMed Central PMCID:
PMC3207967.
52. Benevento M, Iacono G, Selten M, Ba W, Oudakker A, Frega M, et al. Histone Methylation by the Kleef-
stra Syndrome Protein EHMT1 Mediates Homeostatic Synaptic Scaling. Neuron. 2016; 91(2):341–55.
https://doi.org/10.1016/j.neuron.2016.06.003 PMID: 27373831.
53. Chen ES, Gigek CO, Rosenfeld JA, Diallo AB, Maussion G, Chen GG, et al. Molecular convergence of
neurodevelopmental disorders. American journal of human genetics. 2014; 95(5):490–508. https://doi.
org/10.1016/j.ajhg.2014.09.013 PMID: 25307298; PubMed Central PMCID: PMC4225591.
54. Zweier C, Peippo MM, Hoyer J, Sousa S, Bottani A, Clayton-Smith J, et al. Haploinsufficiency of TCF4
causes syndromal mental retardation with intermittent hyperventilation (Pitt-Hopkins syndrome). Ameri-
can journal of human genetics. 2007; 80(5):994–1001. https://doi.org/10.1086/515583 PMID:
17436255; PubMed Central PMCID: PMCPMC1852727.
55. Elsea SH, Girirajan S. Smith-Magenis syndrome. European journal of human genetics: EJHG. 2008; 16
(4):412–21. https://doi.org/10.1038/sj.ejhg.5202009 PMID: 18231123.
56. Smeets EE, Pelc K, Dan B. Rett Syndrome. Molecular syndromology. 2012; 2(3–5):113–27.
000337637. https://doi.org/10.1159/000337637 PMID: 22670134; PubMed Central PMCID:
PMCPMC3366703.
57. Talkowski ME, Mullegama SV, Rosenfeld JA, van Bon BW, Shen Y, Repnikova EA, et al. Assessment
of 2q23.1 microdeletion syndrome implicates MBD5 as a single causal locus of intellectual disability,
epilepsy, and autism spectrum disorder. American journal of human genetics. 2011; 89(4):551–63.
https://doi.org/10.1016/j.ajhg.2011.09.011 PMID: 21981781; PubMed Central PMCID: PMC3188839.
58. Chung BH, Mullegama S, Marshall CR, Lionel AC, Weksberg R, Dupuis L, et al. Severe intellectual dis-
ability and autistic features associated with microduplication 2q23.1. European journal of human genet-
ics: EJHG. 2012; 20(4):398–403. https://doi.org/10.1038/ejhg.2011.199 PMID: 22085900; PubMed
Central PMCID: PMC3306850.
59. Bogershausen N, Wollnik B. Unmasking Kabuki syndrome. Clinical genetics. 2013; 83(3):201–11.
https://doi.org/10.1111/cge.12051 PMID: 23131014.
60. Kyllerman M. Angelman syndrome. Handb Clin Neurol. 2013; 111:287–90. https://doi.org/10.1016/
B978-0-444-52891-9.00032-4 PMID: 23622177.
61. Kim HG, Kim HT, Leach NT, Lan F, Ullmann R, Silahtaroglu A, et al. Translocations disrupting PHF21A
in the Potocki-Shaffer-syndrome region are associated with intellectual disability and craniofacial
Convergence of EHMT1 and KMT2C and in Intellectual Disability and Autism Spectrum Disorder
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1006864 October 25, 2017 23 / 24
anomalies. American journal of human genetics. 2012; 91(1):56–72. https://doi.org/10.1016/j.ajhg.
2012.05.005 PMID: 22770980; PubMed Central PMCID: PMC3397276.
62. Montgomery ND, Turcott CM, Tepperberg JH, McDonald MT, Aylsworth AS. A 137-kb deletion within
the Potocki-Shaffer syndrome interval on chromosome 11p11.2 associated with developmental delay
and hypotonia. American journal of medical genetics Part A. 2013; 161A(1):198–202. https://doi.org/10.
1002/ajmg.a.35671 PMID: 23239541.
63. Kato T, Tamiya G, Koyama S, Nakamura T, Makino S, Arawaka S, et al. UBR5 Gene Mutation Is Asso-
ciated with Familial Adult Myoclonic Epilepsy in a Japanese Family. ISRN neurology. 2012;
2012:508308. https://doi.org/10.5402/2012/508308 PMID: 23029623; PubMed Central PMCID:
PMC3458293.
64. Schneider CA, Rasband WS, Eliceiri KW. NIH Image to ImageJ: 25 years of image analysis. Nature
methods. 2012; 9(7):671–5. PMID: 22930834.
65. Kamyshev NG, Iliadi KG, Bragina JV. Drosophila conditioned courtship: two ways of testing memory.
Learning & memory. 1999; 6(1):1–20. PMID: 10355520; PubMed Central PMCID: PMC311276.
66. Koemans TS, Oppitz C, Donders RAT, Bokhoven H, Schenck A, Keleman K, Kramer JM. Drosophila
courtship conditioning as a measure of learning and memory. Journal of Visualized Experiments. 2017;
(124):e55808. https://doi.org/10.3791/55808 PMID: 28605393.
67. Li H, Durbin R. Fast and accurate long-read alignment with Burrows-Wheeler transform. Bioinformatics.
2010; 26(5):589–95. https://doi.org/10.1093/bioinformatics/btp698 PMID: 20080505; PubMed Central
PMCID: PMC2828108.
68. Anders S, Pyl PT, Huber W. HTSeq—a Python framework to work with high-throughput sequencing
data. Bioinformatics. 2015; 31(2):166–9. https://doi.org/10.1093/bioinformatics/btu638 PMID:
25260700; PubMed Central PMCID: PMC4287950.
69. Heinz S, Benner C, Spann N, Bertolino E, Lin YC, Laslo P, et al. Simple combinations of lineage-deter-
mining transcription factors prime cis-regulatory elements required for macrophage and B cell identities.
Molecular cell. 2010; 38(4):576–89. https://doi.org/10.1016/j.molcel.2010.05.004 PMID: 20513432;
PubMed Central PMCID: PMC2898526.
70. Herrero J, Muffato M, Beal K, Fitzgerald S, Gordon L, Pignatelli M, et al. Ensembl comparative geno-
mics resources. Database: the journal of biological databases and curation. 2016; 2016. https://doi.org/
10.1093/database/bav096 PMID: 26896847; PubMed Central PMCID: PMC4761110.
71. Love MI, Huber W, Anders S. Moderated estimation of fold change and dispersion for RNA-seq data
with DESeq2. Genome biology. 2014; 15(12):550. https://doi.org/10.1186/s13059-014-0550-8 PMID:
25516281; PubMed Central PMCID: PMC4302049.
72. Hulsen T, de Vlieg J, Alkema W. BioVenn—a web application for the comparison and visualization of
biological lists using area-proportional Venn diagrams. BMC genomics. 2008; 9:488. https://doi.org/10.
1186/1471-2164-9-488 PMID: 18925949; PubMed Central PMCID: PMC2584113.
Convergence of EHMT1 and KMT2C and in Intellectual Disability and Autism Spectrum Disorder
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1006864 October 25, 2017 24 / 24
